confidence estimate of β; P = strength of evidence against the null hypothesis of no association between the outcome and exposure variable; r 2p = partial proportion of the variance in the outcome explained by the exposure in the specified model. r 2 = total proportion of variance in the CTX explained by the all exposures in the specified model Table showing association of previously reported RANK (TNFRSF11A), RANKL (TNFSF11) and OPG (TNFRSF11B) variants with cortical thickness in ALSPAC (n=3382), GOOD (n=938) and Young Finns (n=1558). (POS) = position in the genome based on hg18; (GENE) = closest gene; (PMID) = accession number of the publication in Pubmed which described the association with BMD; (r 2 ) = the pairwise LD estimate in CEU populations between the SNP in bold and all other SNPs in that locus; (EA) = effect allele; (β*) = effect size; (SE) = standard error of β*; (P) = P-value; (PMID) = accession number of the publication in Pubmed which described the association with BMD. * Effect estimates expressed as adjusted SD per copy of the effect allele (EA). Note: rs9533090 is found upstream of TNFSF11, but is closest to AKAP11.
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-denotes the variants which were used to generate allele scores (i.e. independent signals). Table showing association of previously reported RANK (TNFRSF11A), RANKL (TNFSF11) and OPG (TNFRSF11B) variants with cortical BMD in ALSPAC (n=3382), GOOD (n=938) and Young Finns (n=1558). (POS) = position in the genome based on hg18; (GENE) = closest gene; (PMID) = accession number of the publication in Pubmed which described the association with BMD; (r 2 ) = the pairwise LD estimate in CEU populations between the SNP in bold and all other SNPs in that locus; (EA) = effect allele; (β*) = effect size; (SE) = standard error of β*; (P) = P-value; (PMID) = accession number of the publication in Pubmed which described the association with BMD. * Effect estimates expressed as adjusted SD per copy of the effect allele (EA). Note: rs9533090 is found upstream of TNFSF11, but is closest to AKAP11.
-denotes the variants which were used to generate allele scores (i.e. independent signals). Table showing association of previously reported RANK (TNFRSF11A), RANKL (TNFSF11) and OPG (TNFRSF11B) variants with Periosteal Circumference in ALSPAC (n=3382), GOOD (n=938) and Young Finns (n=1558). (POS) = position in the genome based on hg18; (GENE) = closest gene; (PMID) = accession number of the publication in Pubmed which described the association with BMD; (r 2 ) = the pairwise LD estimate in CEU populations between the SNP in bold and all other SNPs in that locus; (EA) = effect allele; (β*) = effect size;
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(SE) = standard error of β*; (P) = P-value; (PMID) = accession number of the publication in Pubmed which described the association with BMD. * Effect estimates expressed as adjusted SD per copy of the effect allele (EA). Note: rs9533090 is found upstream of TNFSF11, but is closest to AKAP11. -denotes the variants which were used to generate allele scores (i.e. independent signals).
